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Abstract
Focal adhesions (FAs) are specialized membrane-associated multi-protein complexes that link the cell to the extracellular
matrix and play crucial roles in cell-matrix sensing. Considerable information is available on the complex molecular
composition of these sites, yet the regulation of FA dynamics is largely unknown. Based on a combination of FRAP studies in
live cells, with in silico simulations and mathematical modeling, we show that the FA plaque proteins paxillin and vinculin
exist in four dynamic states: an immobile FA-bound fraction, an FA-associated fraction undergoing exchange, a
juxtamembrane fraction experiencing attenuated diffusion, and a fast-diffusing cytoplasmic pool. The juxtamembrane
region surrounding FAs displays a gradient of FA plaque proteins with respect to both concentration and dynamics. Based
on these findings, we propose a new model for the regulation of FA dynamics in which this juxtamembrane domain acts as
an intermediary layer, enabling an efficient regulation of FA formation and reorganization.
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Introduction
Integrin-mediated cell adhesion to the extracellular matrix
(ECM) occurs through specialized multi-molecular complexes
termed focal adhesions (FAs) [1–4]. The mechanisms underlying
the dynamic regulation of FA assembly and reorganization are
critical to FA function in tissue scaffolding and cell signaling, thus
affecting processes such as cell migration, wound repair and tissue
morphogenesis [5–8], as well as survival, growth and differenti-
ation [2,7–9].
Thus far, information concerning the regulation of FA dynamics
is scarce. Studies based on image correlation spectroscopy provided
a measure of the coupling between adhesion components and actin
[10], and fluorescent speckle microscopy was employed to explore
interactions between F-actin and FA-associated molecules [11],
revealing an apparent hierarchical flow of FA proteins and actin
through FAs. Another recent study demonstrated that paxillin
dynamics in FAs are regulated by FA assembly/disassembly,
location in the cell and treadmilling [12]. These reports contributed
to the understanding of the dynamic relationships between actin
and FA proteins. In addition, several fluorescence recovery after
photobleaching (FRAP) studies have addressed the dynamic
properties of numerous FA proteins [13–22]. These studies, which
indicated that FAs are molecularly dynamic sites, have mostly
estimated a single FRAP halftime, without providing detailed
mechanistic analyses of the processes involved.
To address this issue, we investigated the membrane association
dynamics of fluorescence-tagged FA-associated proteins (paxillin,
vinculin and b3-integrin) within and around FAs. To this end, we
employed highly sensitive FRAP studies combined with in silico
experiments and mathematical modeling to fit the data to
fluorescence recovery by diffusion, exchange, or combination of
both. Our results reveal the existence of several sub-domains, each
characterized by distinct mechanisms controlling the dynamics of
FA-associated proteins. Of particular importance is the novel
notion that that there exists a juxtamembrane cytoplasmic region
surrounding FAs, characterized by higher concentrations of FA
proteins (e.g., paxillin and vinculin), whose diffusion is attenuated
in this environment. The dynamics in this area differ from the
exchange-dominated dynamics of FA-bound molecules, and from
the diffusion-based dynamics seen in the cytoplasm. These findings
lead us to suggest a new model for the regulation of FA steady-
state dynamics.
Results
FA plaque proteins display several dynamically distinct
subpopulations
To characterize the dynamic properties of plaque proteins at
various cellular locations, we performed FRAP studies on HeLa-
JW cells expressing paxillin-YFP or mCherry-vinculin (Figure 1A).
These cells display relatively stable FAs that do not undergo
structural reorganization on the FRAP timescale employed (up to
160 s). Combining a small illumination spot (focusing the Gaussian
laser beam to 1.14 or 1.86 mm
2) [23], a high-intensity bleaching
beam (capable of achieving photobleaching in 2 ms), and a high-
sensitivity photomultiplier, we were able to perform FRAP studies
at high spatial and temporal resolution (4 ms), enabling discrim-
PLoS ONE | www.plosone.org 1 January 2009 | Volume 4 | Issue 1 | e4304Figure 1. Typical curves demonstrating differences in paxillin and vinculin FRAP rates at different locations within the cell. (A) HeLa-
JW cells expressing paxillin-YFP or mCherry-vinculin, plated on 20 mg/ml fibronectin-coated cover slips. (B–E) Typical FRAP curves of paxillin-YFP or
free GFP in HeLa-JW cells. Cells were subjected to FRAP experiments 24–48 h after plating at 37uC, using a 636 objective (see Experimental
Procedures). The temporal resolution (dwell time per channel) was 6 ms for the short time scale (3-s experiments), 120 ms for the long timescale
FRAP studies on paxillin-YFP (60-s experiments), and 320 ms for the long timescale experiments on mCherry-vinculin (160-s experiments). Solid lines
denote the best fit of a nonlinear regression analysis, fitting to a lateral diffusion process [24]; the resulting t and Rf values are shown. (B) FRAP of
paxillin-YFP in the cytoplasm results in fast, complete recovery. (C) Free cytoplasmic GFP recovers instantaneously on the FRAP experimental
timescale; therefore, fitting by non-linear regression was not possible. (D) FRAP of paxillin-YFP in FAs (3 s timescale). Lower Rf and slower recovery
relative to cytoplasmic paxillin were observed. (E) FRAP of paxillin-YFP in FAs (60 s timescale) resulted in higher Rf and longer t, as compared to (D).
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locations both within and outside FAs.
We initially measured paxillin-YFP in the cytoplasm, focusing
the laser beam at least 1 mm away from the ventral or dorsal
membranes. These measurements yielded full recovery, with a
short characteristic fluorescence recovery time t (the time required
to attain half of the recoverable fluorescence) (Figures 1B and 1F).
Knowing the Gaussian radius of the beam (0.77 mm with a 636oil
objective), one can calculate the diffusion coefficient D [24],
obtaining D=4.0 mm
2/s (see also Supporting Information). This
result is close to the value of D determined by correlation
spectroscopy for the cytoplasmic population of Lyn-GFP [25], and
suggests relatively free cytoplasmic diffusion of paxillin-YFP. Yet,
some restrictions on paxillin-YFP diffusion are likely to exist (see
Discussion), since free cytoplasmic GFP (Figure 1C) exhibited even
faster recovery (beyond the experimental timescale).
FRAP measurements taken on the same timescale (3 s), focusing
the beam on the plasma membrane at FAs, resulted in t values
higher than those measured in the cytoplasm (Figures 1D and 1F),
and a reduced mobile fraction (Rf) of 0.4960.02 (n=48). Both
effects can occur due to interactions of diffusing molecules with
immobile entities [26,27]. The particular type of effect depends on
the FRAP timescale relative to the dissociation/association rates:
stable interactions (i.e., long complex lifetimes relative to t) would
reduce Rf, while transient interactions would increase t, since each
fluorescent molecule fluctuates between bound and unbound states
during the measurement [26,27]. Therefore, the higher t of
paxillin-YFP at FAs on the 3 s timescale indicates the existence of a
population that interacts transiently with FAs. However, the
reduction in Rf indicates the existence of another subpopulation,
with relatively stable interactions during the 3 s FRAP experiments.
Since such interactions could become transient at longer times, we
increased the FRAP timescale to 60 s, to allow sufficient time for
additional paxillin-YFP molecules to dissociate. This would lead to
an increase in Rf and in t. Indeed, under these conditions, Rf
increased to 0.8160.02 (n=61) (Figure 1E), accompanied by a 25-
fold increase in t (Figures 1E and 1F). A further increase in the
FRAP timescale yielded no additional effects, suggesting that the
remainderofthepaxillin-YFPpopulation(,20%)isimmobile forat
least several minutes. Thus, apart from the fast-diffusing cytoplas-
mic population, the FA-associated paxillin-YFP consists of several
subpopulations: one showing intermediate recovery on a 3 s
timescale, another characterized by slow recovery, and a third
which is immobile. In order to ensure that the slow recovery on the
long FRAP timescale is not due tolateral diffusion within the FA
itself, we employed the same beam size to bleach whole FAs by
focusing the laser beam on small enough FAs that fitted entirely
within the beam. Under these conditions, recovery of fluorescence
cannot be from within the bleached FA. The recovery rates
measured were similar to those in the standard experiments on
larger FAs (not shown), validating that the recovery is from pools
outside the FA, in keeping with the finding (Figure 2) that the
recovery on the long timescale occurs mainly by exchange.
A similar pattern of dynamic subpopulations was observed for
vinculin. Cytoplasmic vinculin displayed very fast recovery
(Figure 1F); the fraction of mCherry-vinculin at FAs with an
intermediate FRAP rate was somewhat faster than paxillin-YFP
(Figure 1F), with a similar Rf (0.5060.01, n=31); on the longer
timescale, vinculin at FAs exhibited Rf similar to paxillin (80%),
albeit with 2.5-fold slower kinetics (Figure 1F).
In contrast to paxillin and vinculin, the transmembrane FA
protein b3-integrin was essentially immobile in FAs on the
timescale of our measurements (up to 5 min; data not shown), in
accordance with previous reports [28]. This immobility, on a
timescale close to the FA lifetime (10–30 min [29]), indicates that
the recovery of the plaque proteins in FAs is not by lateral
movement of large integrin-associated complexes within FAs, but
rather by exchange with cytoplasmic plaque proteins.
Different mechanisms govern the dynamics of fast- and
slow-recovering subpopulations in FAs
FRAP beam-size analysis is a method recently developed by us
[23,30] to explore the membrane interactions of proteins that
exchange between association with the plasma membrane and the
cytoplasm. FRAP of intracellular proteins that interact with
membrane-associated structures such as FAs can occur by diffusion
and/or by exchange with cytoplasmic pools, and is therefore
amenable tothesameanalysis[23,30]. To characterizetherecovery
modes of paxillin and vinculin subpopulations at FA sites, we
employed FRAP beam-size analysis [23], using 636 and 1006
objectivestogeneratetwodifferentbeamsizes,bothsmallenoughto
fit within an FA (Figure 2). If FRAP occurs solely by diffusion, t is
proportional to the bleached area tD=v
2/4D, where tD represents
the characteristic diffusion time, and v is the laser beam’s Gaussian
radius [24]. In this case, the ratio between the recovery times
obtained with the two objectives, t(636)/t(1006), should be 1.63
(the measured ratio between the illuminated areas). When FRAP
occurs by exchange, t reflects the chemical relaxation time, which is
independent of the bleached area, i.e., t(636)/t(1006)=1 [23,30].
Intermediate t ratios suggest mixed recovery, in which the faster
process plays a greater role [23,30].
Forboth paxillinandvinculin,the interaction dynamicsoftheFA
subpopulations that recover at intermediate (3 s timescale) or slow
rates (60 or 160 s timescale) differ markedly (Figure 2). On the short
timescale, t(636)/t(1006) yielded 1.59 for paxillin and 1.58 for
vinculin (Figures 2A and 2B), suggesting recovery mainly by
diffusion. This enables the calculation of D from the t values,
yielding D=0.9 and 1.15 mm
2/s for paxillin and vinculin,
respectively. These values are ,4-fold lower than those obtained
for the same proteins in the cytoplasm (Figures 1B and 1F),
suggesting that they experience diffusion-attenuating interactions in
the juxtamembrane cytoplasmic region above the FAs. The slow-
recovering populations yielded t(636)/t(1006)=1.09 and 1.05 for
paxillin and vinculin, respectively (Figures 2C and 2D); the fact that
these values are significantly below 1.63 indicates a major
contribution of exchange to the recovery. This situation precludes
an accurate translation of t to D; however, calculation of D and the
exchange rate by fitting to models of FRAP by diffusion plus
exchange (see below) yields D values similar to those measured for
the fast-recovering populations (Supporting Information, Table S1).
To further support the notion of different recovery modes
suggested by the FRAP beam-size analysis, we employed a
complementary approach based on in silico simulations of a system
modeled to resemble the dynamics of plaque proteins in FAs, as
determined in the FRAP experiments (Figure 3). Based on the FRAP
data (Figures 1 and 2), the system includes a population that recovers
Note that fitting for t ignored the first 6 points after the bleach, which correspond to the recovery phase shown in (D). (F) Average t values for the
subpopulations of paxillin and vinculin. Note the different timescales shown in each panel. Results represent the mean6SEM of 40–60
measurements, each conducted on a single FA within each cell and on different cells. In general, paxillin and vinculin displayed analogous patterns of
dynamic subpopulations; the only major difference lay in the slow-recovering FA populations, where vinculin recovery was ,2.5-fold slower.
doi:10.1371/journal.pone.0004304.g001
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that separates into two subpopulations, one undergoing exchange
during the measurement, and the other which is immobile on this
timescale (Figure 3A). The simulation data were generated using a
constant time random walk (CTRW) algorithm [31,32], and the
results fitted to recovery by diffusion [24], exchange, or two
subpopulations recovering by diffusion and exchange (see Supporting
Information and Figure S1 for derivation of the analytical
expressions). If the rate of diffusion in the cytoplasm is much faster
than the rate of exchange (as is the case for paxillin and vinculin;
Figure 2), the contribution of exchange is negligible at the short
timescale required for diffusion, and the situation can be approxi-
mated by two populations, one recovering by diffusion and the other
by exchange (see Eq. 18, Supporting Information). Although the
diffusion in the cytoplasm is in 3D, the lateral diffusion equation [24]
(Eq. 14) is still valid, since in FRAP experiments involving
fluorescence collection from a restricted confocal plane, the 3D
diffusion is projected into a 2D space (see Supporting Information).
This finding is demonstrated by fitting the 3D simulated data on the
short timescale, to the analytical expressions for 2D diffusion and/or
exchange (Figure 3B). The lateral diffusion equation (Eq. 14) showed
an excellent fit to the simulated data, yielding the correct t value
entered in the 3D simulation (Figure 3B). The analytical expression
for two subpopulations undergoing diffusion and exchange (Eq. 18)
did not improve the fit despite the additional degree of freedom, while
exchange alone (Eq. 17) did not fit well at all (Figure 3B). Extending
the timescale to cover the slower exchange process (Figure 3C) shows
a good fit only to the analytical expression for two subpopulations
undergoing diffusion and exchange (Eq. 18).
We then proceeded to fit the experimental FRAP data to the
different models (Figure 4). In FAs, the fraction that recovers on
the short timescale (3 s) did not fit exchange, but was well-fitted by
pure diffusion (Figure 4A). The fit was not significantly improved
by combining diffusion and exchange (data not shown). The slow-
recovering fraction (60 s timescale) was best fitted by the analytical
expression for two subpopulations undergoing diffusion and
exchange (Figure 4B). Similar results (not shown) were obtained
for vinculin. These findings are in accord with the FRAP beam-
size analysis.
FRAP dynamics of plaque proteins differ at the proximal
and distal FA ends
The ‘‘proximal end’’ of an FA (the edge pointing towards the
attached actin bundle) and the ‘‘distal end’’ often display distinct
Figure 2. FRAP beam-size analysis reveals two different recovery modes inside FAs. FRAP experiments were conducted on HeLa-JW cells
expressing paxillin-YFP or mCherry-vinculin, as described in Figure 1. Two beam sizes were generated using 636and 1006objectives, and t values
were determined with each. The ratio between areas illuminated by the two beams was 1.6360.03 (n=59); this ratio is expected for FRAP by lateral
diffusion, whereas a ratio of 1 is expected for recovery by exchange [23]. (A) t values derived from FRAP experiments on a short timescale (3 s). For
both paxillin and vinculin, the t(636) differed significantly from the t(1006) value of the same protein (**, p=2610
27; Student’s t-test). (B) t(636)/
t(1006) ratios derived from (A). The t ratio for the 3 s measurements yielded 1.59 for paxillin and 1.58 for vinculin, close to the 1.63 ratio expected for
lateral diffusion (solid line) (p=0.24 and 0.15 for paxillin and vinculin, respectively; Student’s t-test). (C) t values from FRAP experiments on long
timescales (60 or 160 s). For both proteins, the t(636) and t(1006) values of the same protein were similar (p=0.38; Student’s t-test). (D) t(636)/
t(1006) ratios derived from (C). The t ratios (1.09 for paxillin, 1.05 for vinculin) differed significantly from the 1.63 value for diffusion (p=4*10
223 and
4*10
225 for paxillin and vinculin, respectively; Student’s t-test). These values imply a major contribution of exchange to the recovery, as they are close
to the ratio of 1 predicted for pure exchange (broken line). Bars in (A) and (C) represent means6SEM of 30–60 measurements. In (B) and (D), SEM of
the t(636)/t(1006) ratios were calculated using bootstrap analysis.
doi:10.1371/journal.pone.0004304.g002
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occur due to treadmilling, manifested by extension at the proximal
end and dissociation at the distal one. To examine whether this
asymmetry is reflected in paxillin and vinculin dynamics, we
performed FRAP measurements at the two FA ends. Relatively
long adhesions (.5 mm) were chosen to discriminate between
them.
On the short timescale, we found no differences between the
dynamics at the two ends (Figure 5C). Furthermore, diffusion
remained the major recovery mechanism, as indicated by beam-
size analysis (data not shown). However, on the longer timescale
(60 s for paxillin, 160 s for vinculin), FRAP revealed marked
differences in dynamics at the proximal and distal ends. At the
former, FRAP rates and Rf values for paxillin and vinculin were
similar to those measured at the centers of smaller adhesions
(compare Figures 1E and 1F with Figures 5A and 5C). Beam-size
analysis suggested that exchange remained the major FRAP
mechanism. At the distal end, the recovery rate was extremely
slow, enabling extraction of only Rf (,25%) (Figures 5B and 5C).
Thus, the dynamics of the slow-recovering population depend on
the location within FAs, with faster exchange occurring at the
proximal end. The distribution of exchange rates correlates with
the localization of actin stress fibers tips in FAs [34], which is lower
at the distal end (Figure 5D). The correlation with actin density is
in line with theoretical models proposing that the force exerted by
the actomyosin machinery regulates FA dynamics [35,36] (see
Discussion).
Variable dynamics of FA plaque proteins and b3-integrin
in the vicinity of FAs
To examine whether the FA edge defines a sharp boundary for
FA protein dynamics, we performed FRAP measurements of
paxillin-YFP, mCherry-vinculin, and GFP-b3-integrin at varying
distances from this edge, moving sideways within the plane of the
ventral membrane in increments of 1.54 mm, equivalent to the
laser beam diameter (Figure 6A). Although these proteins are
concentrated in FAs, they are also present at lower densities
outside FAs (Figures 6C and 6E). For b3-integrin, a dramatic
change from immobility on our 1–3 minute timescale to high
apparent mobility (Rf=0.85) was observed in regions immediately
adjacent to the FAs (region 1; Figure 6B); calculation of D from t
yields D=0.18 mm
2/s. A gradual decrease in t (higher D values)
was found as distances from the FA edge increased (D=0.20 and
0.25 mm
2/s at distances of 1.54 mm and .5 mm from the edge,
respectively).
Similar experiments with paxillin-YFP and mCherry-vinculin
demonstrated that at all locations outside FAs, these proteins
exhibited complete recovery (Rf=1) on the short timescale (3 s),
Figure 3. 3D simulation of plaque protein dynamics and fitting
to analytical expressions for different FRAP mechanisms. (A)
Schematic representation of the model for plaque protein dynamics.
The particles (molecules of FA plaque proteins) undergo fast 3D
diffusion (random walk) in a cubic volume, and reversible binding to
one of the volume boundaries (stripes). The bound molecules are
assumed to be laterally immobile, to mimic FAs on the experimental
timescale. A fraction of the bound molecules can, however, undergo
exchange (slow, relative to the diffusion) with the free molecules. (B–C)
FRAP simulations and fittings to different mechanisms. A CTRW
algorithm [31,32] was used to simulate FRAP experiments in a system
modeled after paxillin and vinculin dynamics in FAs. The simulation
parameters were chosen to resemble those of the FRAP experiments
(Figures 1 and 2). Since the Rf values of both proteins at FAs on the
short timescale were around 0.50 (Figure 1D), 50% of the particles were
denoted as undergoing 3D diffusion. Based on the increase in Rf to
,0.80 on the longer timescale (Figure 1E), the remaining 50% of the
particles were divided, with 30% undergoing exchange, and 20%
immobile. t for diffusion (tD) was introduced (in arbitrary units; au) as
100. To simulate a ,60-fold slower exchange rate (see Figure 4), we
introduced 1/b=tD660=100660 au, i.e., b=1.67 610
24,w h e r eb
represents the dissociation rate constant. (B) Short timescale. Under
such conditions, the contribution of slow exchange was negligible, and
it was sufficient to consider only the 3D diffusion. This was evident from
the excellent fit of the data to the analytical expression for FRAP by
lateral diffusion [24] (Eq. 14; red line). Fitting to exchange (Eq. 17; blue
line) was much worse (Average Squared Deviation - ASD - values are
shown). Fitting to two subpopulations (Eq. 18) did not improve the fit
(data not shown). The parameters derived by fitting to lateral diffusion
were similar to those introduced in the simulation [panel (B)]. Thus, the
analytical expression for lateral diffusion [24] (Eq. 14) could be used to
fit 3D diffusion. (C) Long timescale. At this timescale, the contribution of
exchange becomes significant. The situation could be approximated by
two subpopulations, one recovering by fast diffusion, and one by slow
exchange (Eq. 18). Diffusion (red) or exchange (blue) alone did not fit.
However, the analytical expression for two populations (Eq. 18; green)
yielded a good fit. The fitted parameters were in agreement with those
introduced in the simulation [Panel (C)].
doi:10.1371/journal.pone.0004304.g003
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PLoS ONE | www.plosone.org 5 January 2009 | Volume 4 | Issue 1 | e4304Figure 4. FRAP of paxillin in FAs fits recovery of two subpopulations by diffusion and exchange. FRAP data for paxillin-YFP in FAs (636
objective; experimental design as in Figure 1) was fitted to the analytical expressions for FRAP by lateral diffusion, by exchange, or by diffusion and
exchange (two subpopulations; Figure 3). To improve the signal-to-noise ratio, 40–60 FRAP curves were averaged in each panel by summing up the
intensities of each individual curve, starting from the bleach point for synchronization. To normalize the intensities, the pre-bleach level of each curve
was given a value of 1. (A) FRAP on the 3 s timescale was well-fitted by diffusion. The diffusion equation [24] (Eq. 14, Supporting Information) yielded
a good fit, while exchange (Eq. 17) was not well-fitted (see ASD values in lower panels). The t value derived from this fit (0.15 s) was similar to that
obtained by fitting each individual curve to lateral diffusion and averaging (Figure 1F; 0.16 s). The values obtained in the same manner for vinculin are
Regulating Adhesion Dynamics
PLoS ONE | www.plosone.org 6 January 2009 | Volume 4 | Issue 1 | e4304Figure 5. Paxillin and vinculin display different dynamics at the FA proximal and distal ends. FRAP experiments were carried out as
described in Figure 1, focusing the beam on the two FA ends. (A) A typical FRAP curve of paxillin-YFP at the proximal FA end (60 s timescale). This
curve is similar to curves obtained in the middle of smaller FAs on the same timescale (Figure 1E). (B) A typical curve at the distal FA end (60 s
timescale). Fast recovery by diffusion exists, but the ensuing exchange is very slow, preventing determination of t. To eliminate the contribution of
the fast recovery, the first 6 points after the bleach were ignored in the fitting. (C) Average t values of paxillin-YFP and mCherry-vinculin at the two FA
ends. On the short timescale (left panels), which represents 3D diffusion (Figures 1, 2 and 4), the t values were similar at both ends, resembling those
at the centers of smaller FAs. On the long timescale (right panels), there were marked differences between the two: at the proximal end, significant
recovery was observed at rates resembling those at smaller adhesions, while at the distal end, recovery was too slow to be measured. (D) Paxillin co-
localizes with actin at the FA proximal end. HeLa-JW cells co-expressing paxillin-YFP and mCherry-actin were visualized by fluorescence microscopy
(see Experimental Procedures). Co-localization was visible at the proximal edge (solid arrow), but not at the distal edge (dashed arrow). Scale bar: 10
mm.
doi:10.1371/journal.pone.0004304.g005
depicted in Table S1. (B) FRAP of the slow-recovering fraction (60 s timescale). The fit obtained for the combination of diffusion and exchange (two
subpopulations; Eq. 18) was better than the fit for each mechanism separately (see ASD values in lower panels). The fit yields t=0.15 s, similar to the
0.16 s value obtained for the fast-diffusing population, and b=0.11 s
21 (i.e.,1 / b=9.09 s). Due to the much slower exchange, the process can be
approximated as one subpopulation recovering by diffusion, and the other by slow exchange (see Results).
doi:10.1371/journal.pone.0004304.g004
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observed in FAs. Beam-size analysis (Supporting Information,
Figure S2) indicated that adjacent to the edge or one beam
diameter away, FRAP of paxillin and vinculin occurred by an
apparent mixture of diffusion and exchange. The transition from
recovery by diffusion in FAs on the 3 s timescale (Figures 2 and 4)
to FRAP with the increasing contribution of exchange (near FAs),
suggests a faster exchange rate relative to diffusion in the latter
case [23], as validated by fitting to recovery by diffusion and
exchange (Supporting Information, Table S1). The faster
recoveries of paxillin and vinculin near FAs, as compared to
values within FAs (Figure 6D) suggest fewer binding sites and/or
weaker transient binding (exchange) to membrane-associated
protein complexes, resulting in less attenuation. These interactions
appear to generate a gradient that decreases with distance from
the FA. Indeed, at large distances from the FA (.5 mm), the
Figure 6. The rate of paxillin recovery outside FAs changes with distance from the FA edge. FRAP experiments were conducted as
described in Figure 1. (A) Typical HeLa-JW cells expressing paxillin-YFP are shown, demonstrating clear, highlighted FAs with large differences in
fluorescence intensity between adhesion and non-adhesion areas. Scale bar: 10 mm. FRAP experiments were performed at defined distances from the
FA edge (right panel; scale bar: 1 mm). The numbers represent the position of the bleached regions relative to the FA. The locations of the bleached
regions are defined as follows: 0 – inside the FAs; 1 – immediately adjacent to the FA edge; 2 – one beam diameter (1.54 mm) from the FA edge; and 3
– regions .5 mm from the FA edge. (B) Average t values at the various locations for GFP-b3-integrin. While b3-integrin was virtually immobile at FAs, it
was mobile outside the FA region, and displayed a gradient of recovery rates. (C) Relative average fluorescence intensities of GFP-b3-integrin at the
various locations. Fluorescence intensities were quantified by using the FRAP instrumentation under non-bleaching conditions. The intensity of GFP-
b3-integrin fluorescence inside FAs (location 0) was normalized to 1. (D) Average t values at the various locations of paxillin-YFP and mCherry-
vinculin. A gradient of recovery rates was observed for both paxillin and vinculin as a function of the distance from the FA edge. (E) Relative average
fluorescence intensities of paxillin-YFP and mCherry-vinculin at the various locations. The respective intensities of each protein at location 0 were
normalized to 1.
doi:10.1371/journal.pone.0004304.g006
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resembling those observed in the cytoplasm (Figure 6D), and to
recovery by diffusion (as in the cytoplasm; Table S1).
Discussion
In the present study, we demonstrate that FA plaque proteins
are characterized by four distinct dynamic populations, which
define three spatial domains (Figure 7). The interchanges and
cross-talk among these domains can play critical roles in regulating
FA stability and matrix adhesion. The three domains include: (i)
the cytoplasm (.1 mm deep), where paxillin and vinculin display
very rapid FRAP rates, though slower than those of free GFP
(Figure 1); (ii) the juxtamembrane region surrounding FAs (50% of
the FA-associated molecules), where the plaque proteins display
attenuated diffusion at "intermediate" rates (t=0.12–0.16 s); and
(iii) the FA domain, consisting of two subpopulations, one (30% of
the molecules) that undergoes slow exchange (4–9 s; Figures 1, 2
and 4), and another (20%) which is essentially immobile on the
experimental timescale, representing molecules stably associated
with FAs.
The diffusion of paxillin and vinculin in the cytoplasm occurs at
somewhat slower rates as compared to free GFP (Figure 1). This
mild retardation is most likely due to their transient association
with slower-diffusing or immobile proteins/structures, since the
size of paxillin-YFP (93 KDa) or mCherry-vinculin (144 KDa) is
still smaller than the size reported to result in steric constraints on
cytoplasmic protein diffusion [37,38].
The combination of FRAP beam-size analysis (Figure 2) and
mathematical modeling (fitting to analytical expressions for
diffusion, exchange or both in combination; Figure 4) demon-
strates a two-step fluorescence recovery mechanism at FAs,
composed of relatively fast diffusion (intermediate recovery rate
on the 3 s timescale), followed by slow exchange. Therefore,
FRAP measurements on the short timescale, where the contribu-
tion of slow exchange is negligible, fit recovery by diffusion
(Figures 2 and 4). On a longer timescale (60–160 s) diffusion is
completed during the initial phase of the recovery, and a major
contribution is provided by exchange. Earlier studies on two-step
recovery [22,39] assumed a D value, and fitted only the exchange
parameters. Here we show that when the rates of the two processes
are well-separated, it is possible to approximate the data as two
populations, one recovering by relatively fast diffusion, and the
other by exchange (Figure 3). Fitting to the analytical expression of
this model (Eq. 18, Supporting Information) enables derivation of
the dynamic parameters characterizing each process (Figure 4 and
Table S1).
To explain the attenuated (but still rather fast) diffusion of
paxillin and vinculin around FAs, we propose a novel "juxtamem-
brane domain" or zone (Figure 7). The molecules within this
domain are cytoplasmic, and show recovery by diffusion (Figures 2
and 4), albeit their diffusion rate is reduced relative to the remote
cytoplasmic population. The attenuated diffusion rates of FA
plaque proteins in this domain may be attributed to transient
interactions, either among themselves, with the membrane
cytoskeleton, or with other structures. Such transient interactions
are capable of increasing the local density of the plaque proteins in
the juxtamembrane region, provided that the target proteins (e.g.,
integrins) that bind them are concentrated in FAs (Figure 7). This
juxtamembrane domain may act as an intermediary between the
fast-diffusing cytoplasmic pool and the FA-associated population,
able to exchange with both. This could be advantageous for the
fast regulation of FA formation and reorganization, particularly for
the FA stress response [40]. It was shown that locally applied rapid
Figure 7. A schematic representation of the three spatial domains defined by FA protein dynamics. The results presented in this article
point to the presence of three spatial domains within and around FAs, with distinct molecular dynamics: (i) the cytoplasm, characterized by fast-
diffusing FA plaque proteins; (ii) the juxtamembrane region surrounding FAs, which extends into the z-axis as well as laterally (shaded area), where
the plaque proteins display attenuated diffusion; (iii) the FA domain, containing two subpopulations of molecules, one associated with the FA surface
and undergoing exchange ( ), and an immobile, FA-bound subpopulation. The model is not drawn to scale for demonstrative purposes, and
specifically the distance along the z axis is exaggerated in order to clearly depict molecules with a higher local concentration in this region. The
juxtamembrane zone (shaded area) is actually adjacent (just above) the FAs, and has a gradient nature that decreases gradually with the distance
from the FA both in the XY plane and in the z direction (see text). Depending on the polar density of actin stress fiber tips in FAs, the plaque proteins
at the two FA ends (proximal, high actin fiber density; distal, low density) display different exchange rates. We propose that the density of integrins,
which is higher at the FA region but is also not negligible outside FAs, attracts FA plaque proteins by both direct and indirect binding, leading to a
density gradient of FA plaque proteins, as well as to distinct domains and dynamic populations.
doi:10.1371/journal.pone.0004304.g007
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recruitment of new molecules, within approximately one minute
[40]. Such a quick response may be facilitated by the
juxtamembrane domain, where the immediate availability of FA
plaque proteins would eliminate the need to recruit them from the
remote cytoplasmic pool. Notably, Figure 6 demonstrates that the
juxtamembrane domain also extends to the sides of the FAs. In
areas adjacent to the sharp borders of the FA (locations 1 and 2 in
Figure 6), paxillin and vinculin displayed unique dynamic
properties characterized by a gradient of recovery rates, with a
mixed contribution of diffusion and exchange. The exchange rates
at these locations were considerably higher than at FAs (b, the
dissociation rate constant, ranges from 2 to 10 s
21 for both
proteins; Table S1). However, at distances .5 mm from FAs, the
dynamic properties were similar to those of the cytoplasmic
population (i.e., fast recovery by diffusion). A parallel gradient
(reduced density and faster diffusion as the distances from FAs
increased), appears to exist for b3-integrins as well (Figure 6C),
suggesting that transient association with b3-integrins underlies the
gradient of recovery rates observed for paxillin and vinculin, thus
extending the juxtamembrane domain laterally.
We therefore propose a structural-dynamic model compatible
with these results (Figure 7). In this model, integrins immobilized
by binding to ECM components in FAs [41] provide a focal point
for recruitment of FA plaque proteins. Outside FAs, integrins
display significant mobility, while within FAs (Figure 6B) they are
nearly immobile relative to the FA lifespan (minutes or more),
suggesting very stable interactions with the ECM. Plaque proteins
at the FA site interact locally with the cytoplasmic faces of the
integrins, of which ,20% are immobile (i.e., tightly bound to
immobile targets). This may reflect heterogeneity in their binding
sites on integrins, since multiple sites enabling direct or indirect
binding can result in a variety of dissociation rates [3]. The
existence of a spectrum of exchange rates is exemplified by the
differing dissociation rate constants of the different plaque proteins
(e.g., b=0.11 s
21 for paxillin, and b=0.025 s
21 for vinculin).
The dynamics of FA plaque proteins are also affected by their
location within the FA itself. We detected differences between the
exchange rates at the FA proximal and distal regions. At the
proximal end, paxillin and vinculin display much faster exchange
rates than at the distal end (Figure 5). Several factors could
contribute to this behavior, taking into consideration the polarity
of FAs, which is mainly affected by mechanical forces exerted via
the attached actin stress fibers. This polarity is also manifested in
the varying densities of phospho-paxillin, which affect FA
assembly, turnover and stability [42]. As suggested by the co-
localization of actin and paxillin within the FA, the forces exerted
by actin stress fibers may differ at either end of the adhesion,
resulting in variations in the exchange dynamics of FA plaque
proteins (Figure 7).
In the current study, we examined FAs at steady-state, yet our
results may also shed new light on two models previously
constructed to explain the regulation of FA size [35,36]. Both
models theorize different flux rates of plaque proteins at the
proximal and distal ends of FAs, a prediction corroborated by our
observation of different exchange rates at these locations. The two
models also suggest that at steady-state, plaque proteins from the
proximal end should move laterally toward the distal end.
However, we found no evidence for such a mechanism on the
timescale of our measurements, since lateral diffusion within FAs
did not contribute significantly to the recovery (see Results). An
additional feature not included in these models is our novel finding
of the existence of a juxtamembrane domain surrounding the
adhesion (Figure 7), which may have important implications for
FA dynamics. The availability of plaque proteins in the area
surrounding the adhesion enables the treatment of the process in
these models as kinetically limited (e.g., involving the dissociation
rate of plaque proteins), rather than diffusion-limited.
We propose that juxtamembrane domains may be relevant not
only to FAs, but also to other membrane-associated complexes.
Signaling initiated by transmembrane growth factor receptors, for
example, requires the binding of various components of the
‘‘signaling cascade’’ to the activated membrane receptors. Future
challenges include defining the parameters that regulate the
structure and function of the FA juxtamembrane domain, and
directly testing the existence of and the roles played by
juxtamembrane domains in other systems, such as clusters of
growth factor receptors (e.g., EGF receptor) or cell-cell adhesions.
Materials and Methods
Reagents and plasmids
Hanks Balanced Salt Solution (HBSS), phosphate buffered
saline (PBS) and fibronectin were supplied by Sigma-Aldrich.
Fugene transfection reagent was purchased from Roche.
Cell Lines and transfections
The HeLa-JW and REF52 cell lines expressing either YFP-
tagged paxillin or GFP-tagged b3-integrin were previously
described [42,43]. For experiments involving transient expression
(mCherry-vinculin), cells were transfected with Fugene 6 (Roche).
All cell lines were cultured in Dulbecco’s Modified Eagle’s
Medium (DMEM) supplemented with 10% fetal calf serum
(FCS), 100 U/ml penicillin, 100 mg/ml streptomycin, and 4 mM
glutamine. All cell culture components were provided by
Biological Industries, Beit Haemek, Israel.
Fluorescence recovery after photobleaching (FRAP)
FRAP studies were conducted on live cells expressing the
various fluorescence-tagged FA-related proteins. The cells were
taken for FRAP experiments 24–48 h after being plated on glass
cover slips coated with 20 mg/ml fibronectin. Measurements were
taken in HBSS supplemented with 20 mM Hepes, pH 7.2, at
37uC. An argon ion laser beam (Innova 70C; Coherent) was
focused through a fluorescence microscope (AxioImager D.1; Carl
Zeiss MicroImaging, Inc.) to Gaussian spots of 0.6060.01 (plan-
apochromat 1006/1.4 NA oil immersion objective), 0.7760.01
mm (plan-apochromat 636/1.4 NA oil immersion objective), or
1.1760.02 mm (C-apochromat 40x/1.2 NA oil immersion
objective); experiments were conducted with each beam size
[beam-size analysis [23,44]]. The ratio between the illuminated
areas was 2.2960.02 (n=39) using the 636and 406lenses, and
1.6360.02 (n=59) using the 1006and 636lenses. After a brief
measurement at monitoring intensity (488/528 nm, 1 mW), a
5 mW pulse (2–10 ms) was used to bleach 50–75% of the
fluorescence in the spot. The time course of the fluorescence
recovery was tracked by the attenuated monitoring beam. The
apparent characteristic fluorescence recovery time t and the
mobile fraction Rf were extracted from the FRAP curves by
nonlinear regression analysis, fitting to a lateral diffusion process
[24] or exchange process.
Co-localization of paxillin and actin by fluorescence
microscopy
HeLa-JW cells stably expressing paxillin-YFP were plated on 20
mg/ml fibronectin-coated cover slips. One day after plating, cells
were transfected with 1 mg of a plasmid encoding mCherry-actin.
After 24 h, cells were fixed with 4% paraformaldehyde, mounted
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City, CA, USA) and visualized using a Zeiss Axio Imager D.1
fluorescence microscope with a 636/1.4 NA objective. Fluores-
cence images were recorded using OED capture software with a
CoolSNAP HQ-M CCD camera (Photometrics).
Mathematical modeling
Detailed descriptions of the models and simulations, as well as
derivations of the various analytical expressions, are presented in
the Supporting Information.
Statistical Analysis
Calculations of SEM for the beam-size ratios and the t ratios in
Figures 2 and S2 were performed using bootstrap analysis, a
preferred method for ratio estimation [45]. The t values from the
FRAP experiments using the 636 and 1006 lenses were
resampled with replacement using Excel, and average values from
each group of resampled data were extracted. For each lens, 100
average samples were generated in this way, followed by division
of the 636 resampled data by the 1006 resampled data. The
group of 100 ratio values was then analyzed, using SPSS for
average and SEM values. Estimation of the goodness-of-fit of the
FRAP data to the various analytical expressions (Figures 4 and 5)
was performed by calculating the Average Squared Deviation
(ASD) value of each fit. The squared deviations between the
calculated points (from the fit) and the simulated/experimental
data were summed up, and then divided by the number of
calculated points to obtain the ASD value.
Supporting Information
Figure S1 1st figure for the Supporting Information
Found at: doi:10.1371/journal.pone.0004304.s001 (0.84 MB EPS)
Figure S2 2nd figure for the Supporting Information
Found at: doi:10.1371/journal.pone.0004304.s002 (0.60 MB EPS)
Table S1 1st table for the Supporting Information
Found at: doi:10.1371/journal.pone.0004304.s003 (0.09 MB
PDF)
Acknowledgments
Y.I.H. is the incumbent of the Zalman Weinberg Chair in Cell Biology.
B.G. is the incumbent of the Professor Erwin Neter Chair in Cell and
Tumor Biology.
J.K. is the incumbent of the Heinemann Chair in Physical Chemistry.
Author Contributions
Conceived and designed the experiments: HW AL JK YIH BG. Performed
the experiments: HW AL TR. Analyzed the data: HW AL. Wrote the
paper: HW JK YIH BG.
References
1. Zamir E, Geiger B (2001) Molecular complexity and dynamics of cell-matrix
adhesions. J Cell Sci 114: 3583–3590.
2. Geiger B, Bershadsky A, Pankov R, Yamada KM (2001) Transmembrane
crosstalk between the extracellular matrix and the cytoskeleton. Nat Rev Mol
Cell Biol 2: 793–805.
3. Zaidel-Bar R, Itzkovitz S, Ma’ayan A, Iyengar R, Geiger B (2007) Functional
atlas of the integrin adhesome. Nat Cell Biol 9: 858–867.
4. Burridge K, Chrzanowska-Wodnicka M (1996) Focal adhesions, contractility,
and signaling. Annu Rev Cell Dev Biol 12: 463–518.
5. Wehrle-Haller B, Imhof BA (2003) Actin, microtubules and focal adhesion
dynamics during cell migration. Int J Biochem Cell Biol 35: 39–50.
6. Schlaepfer DD, Mitra SK, Ilic D (2004) Control of motile and invasive cell
phenotypes by focal adhesion kinase. Biochim Biophys Acta 1692: 77–102.
7. Webb DJ, Zhang H, Horwitz AF (2005) Cell migration: an overview. Methods
Mol Biol 294: 3–11.
8. Wozniak MA, Modzelewska K, Kwong L, Keely PJ (2004) Focal adhesion
regulation of cell behavior. Biochim Biophys Acta 1692: 103–119.
9. Critchley DR (2000) Focal adhesions - the cytoskeletal connection. Curr Opin
Cell Biol 12: 133–139.
10. Brown CM, Hebert B, Kolin DL, Zareno J, Whitmore L, et al. (2006) Probing
the integrin-actin linkage using high-resolution protein velocity mapping. J Cell
Sci 119: 5204–5214.
11. Hu K, Ji L, Applegate KT, Danuser G, Waterman-Storer CM (2007)
Differential transmission of actin motion within focal adhesions. Science 315:
111–115.
12. Digman MA, Brown CM, Horwitz AR, Mantulin WW, Gratton E (2008)
Paxillin dynamics measured during adhesion assembly and disassembly by
correlation spectroscopy. Biophys J 94: 2819–2831.
13. Ballestrem C, Hinz B, Imhof BA, Wehrle-Haller B (2001) Marching at the front
and dragging behind: differential aVb3-integrin turnover regulates focal
adhesion behavior. J Cell Biol 155: 1319–1332.
14. Cluzel C, Saltel F, Lussi J, Paulhe F, Imhof BA, et al. (2005) The mechanisms
and dynamics of avb3 integrin clustering in living cells. J Cell Biol 171: 383–392.
15. Geuijen CA, Sonnenberg A (2002) Dynamics of the a6b4 integrin in
keratinocytes. Mol Biol Cell 13: 3845–3858.
16. Edlund M, Lotano MA, Otey CA (2001) Dynamics of a-actinin in focal
adhesions and stress fibers visualized with a-actinin-green fluorescent protein.
Cell Motil Cytoskeleton 48: 190–200.
17. Fraley TS, Pereira CB, Tran TC, Singleton C, Greenwood JA (2005)
Phosphoinositide binding regulates a-actinin dynamics: mechanism for modu-
lating cytoskeletal remodeling. J Biol Chem 280: 15479–15482.
18. von Wichert G, Haimovich B, Feng GS, Sheetz MP (2003) Force-dependent
integrin-cytoskeleton linkage formation requires downregulation of focal
complex dynamics by Shp2. Embo J 22: 5023–5035.
19. Chandrasekar I, Stradal TE, Holt MR, Entschladen F, Jockusch BM, et al.
(2005) Vinculin acts as a sensor in lipid regulation of adhesion-site turnover.
J Cell Sci 118: 1461–1472.
20. Hamadi A, Bouali M, Dontenwill M, Stoeckel H, Takeda K, et al. (2005)
Regulation of focal adhesion dynamics and disassembly by phosphorylation of
FAK at tyrosine 397. J Cell Sci 118: 4415–4425.
21. Goetz JG, Joshi B, Lajoie P, Strugnell SS, Scudamore T, et al. (2008) Concerted
regulation of focal adhesion dynamics by galectin-3 and tyrosine-phosphorylated
caveolin-1. J Cell Biol 180: 1261–1275.
22. Lele TP, Pendse J, Kumar S, Salanga M, Karavitis J, et al. (2006) Mechanical
forces alter zyxin unbinding kinetics within focal adhesions of living cells. J Cell
Physiol 207: 187–194.
23. Henis YI, Rotblat B, Kloog Y (2006) FRAP beam-size analysis to measure
palmitoylation-dependent membrane association dynamics and microdomain
partitioning of Ras proteins. Methods 40: 183–190.
24. Petersen NO, Felder S, Elson EL (1986) Measurement of lateral diffusion by
fluorescence photobleaching recovery. In: Weir DM, Herzenberg LA,
Blackwell CC, Herzenberg LA, eds. Handbook of Experimental Immunology.
Edinburgh: Blackwell Scientific Publications. pp 24.21–24.23.
25. Larson DR, Gosse JA, Holowka DA, Baird BA, Webb WW (2005) Temporally
resolved interactions between antigen-stimulated IgE receptors and Lyn kinase
on living cells. J Cell Biol 171: 527–536.
26. Elson EL, Reidler JR (1979) Analysis of cell surface interactions by
measurements of lateral mobility. J-Supramol-Struct 12: 481–489.
27. Eisenberg S, Shvartsman DE, Ehrlich M, Henis YI (2006) Clustering
of raft-associated proteins in the external membrane leaflet modulates
internal leaflet H-ras diffusion and signaling. Mol Cell Biol 26: 7190–
7200.
28. Tsuruta D, Gonzales M, Hopkinson SB, Otey C, Khuon S, et al. (2002)
Microfilament-dependent movement of the b3 integrin subunit within focal
contacts of endothelial cells. Faseb J 16: 866–868.
29. Gupton S, Waterman-Storer C (2006) Spatiotemporal feedback between
actomyosin and focal-adhesion systems optimizes rapid cell migration. Cell
125: 1361–1374.
30. Shvartsman DE, Donaldson JC, Diaz B, Gutman O, Martin GS, et al. (2007)
Src kinase activity and SH2 domain regulate the dynamics of Src association
with lipid and protein targets. J Cell Biol 178: 675–686.
31. Montroll EW, Weiss GH (1965) Random Walks on Lattices. II. Journal of
Mathematical Physics 10: 167–181.
32. Weiss GH (1994) Aspects and applications of the random walk. Amsterdam;
New York: North-Holland. xiv, 361.
33. Zamir E, Katz M, Posen Y, Erez N, Yamada KM, et al. (2000) Dynamics and
segregation of cell-matrix adhesions in cultured fibroblasts. Nat Cell Biol 2:
191–196.
34. Zaidel-Bar R, Ballestrem C, Kam Z, Geiger B (2003) Early molecular events in
the assembly of matrix adhesions at the leading edge of migrating cells. J Cell Sci
116: 4605–4613.
35. Shemesh T, Geiger B, Bershadsky AD, Kozlov MM (2005) Focal adhesions as
mechanosensors: a physical mechanism. Proc Natl Acad Sci U S A 102:
12383–12388.
Regulating Adhesion Dynamics
PLoS ONE | www.plosone.org 11 January 2009 | Volume 4 | Issue 1 | e430436. Besser A, Safran SA (2006) Force-induced adsorption and anisotropic growth of
focal adhesions. Biophys J 90: 3469–3484.
37. Wojcieszyn JW, Schlegel RA, Wu ES, Jacobson KA (1981) Diffusion of injected
macromolecules within the cytoplasm of living cells. Proc Natl Acad Sci U S A
78: 4407–4410.
38. Weiss M, Elsner M, Kartberg F, Nilsson T (2004) Anomalous subdiffusion is a
measure for cytoplasmic crowding in living cells. Biophys J 87: 3518–3524.
39. Sprague BL, McNally JG (2005) FRAP analysis of binding: proper and fitting.
Trends Cell Biol 15: 84–91.
40. Riveline D, Zamir E, Balaban NQ, Schwarz US, Ishizaki T, et al. (2001) Focal
contacts as mechanosensors: externally applied local mechanical force induces
growth of focal contacts by an mDia1-dependent and ROCK-independent
mechanism. J Cell Biol 153: 1175–1186.
41. Duband JL, Nuckolls GH, Ishihara A, Hasegawa T, Yamada KM, et al. (1988)
Fibronectin receptor exhibits high lateral mobility in embryonic locomoting cells
but is immobile in focal contacts and fibrillar streaks in stationary cells. J Cell
Biol 107: 1385–1396.
42. Zaidel-Bar R, Milo R, Kam Z, Geiger B (2007) A paxillin tyrosine
phosphorylation switch regulates the assembly and form of cell-matrix
adhesions. J Cell Sci 120: 137–148.
43. Paran Y, Lavelin I, Naffar-Abu-Amara S, Winograd-Katz S, Liron Y, et al.
(2006) Development and application of automatic high-resolution light
microscopy for cell-based screens. Methods Enzymol 414: 228–247.
44. Illenberger D, Walliser C, Strobel J, Gutman O, Niv H, et al. (2003) Rac2
regulation of phospholipase C-b2 activity and mode of membrane interactions in
intact cells. J Biol Chem 278: 8645–8652.
45. Efron B, Tibshirani R (1993) Estimates of Bias. In: Cox DR, Hinkley DV,
Reid N, Rubin DB, Silverman BW, eds. An Introduction to the Bootstrap.
London: Chapman & Hall.
Regulating Adhesion Dynamics
PLoS ONE | www.plosone.org 12 January 2009 | Volume 4 | Issue 1 | e4304